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In the course of phylogenetic analyses of the taxa within the suborder Pseudonocardineae, it was observed that Saccharothrix tangerinus MK27-91F2
T was misplaced in the genus Saccharothrix.
After a detailed examination of nucleotide signatures in the 16S rRNA gene sequence along with the morphological and chemotaxonomic characteristics of this strain, which are different from those of all species of Saccharothrix as well as the other genera within the suborder, it was concluded that this strain represents a new genus, for which the name Umezawaea gen. nov. is proposed. Pseudosporangia are produced on the aerial mycelium, the whole-cell sugar pattern consists of galactose, mannose and ribose, phosphatidylethanolamine, phosphatidylinositol and lyso-phosphatidylethanolamine are the predominant phospholipids and MK-9(H 4 ) is the predominant menaquinone. The type species of the proposed new genus is Umezawaea tangerina gen. nov., comb. nov., with the type strain MK27-91F2 T (5NRRL B-24463 T 5DSM
During phylogenetic analyses of the 16S rRNA gene sequences of all taxa within the suborder Pseudonocardineae using the ARB software package (Ludwig et al., 2004) , it was observed that Saccharothrix tangerinus MK27-91F2 T is misplaced within the genus Saccharothrix. Regardless of the phylogenetic algorithm used, this strain appears consistently as an outgroup from the species of Saccharothrix and is distinct from members of other genera in the family, including Crossiella cryophila NRRL B-16238 T and Goodfellowia coeruleoviolacea NRRL B-23058 T , formerly classified within the genus Saccharothrix, as can be observed in Fig. 1 . The phylogenetic trees reconstructed using sequences for all taxa with validly published names within the suborder exhibit the same tree topography (data not shown). The 16S rRNA gene sequence similarity of MK27-91F2
T to all of the species of Saccharothrix is consistently below 96 % and exhibits values quite similar to those observed between Lechevalieria species and members of the genus Saccharothrix (Supplementary Table S1 An examination of the nucleotide signatures present in the 16S rRNA gene sequence (Fig. 2 ) compared with those previously described for Saccharothrix and closely related genera (Labeda et al., 2001 ) revealed a pattern different from those diagnostic of the genera Actinokineospora (data not shown), Actinosynnema, Crossiella, Goodfellowia, Lechevalieria, Lentzea and Saccharothrix, providing further evidence of the uniqueness of S. tangerinus. It should be noted that S. longispora exhibits the 16S rRNA gene nucleotide signature pattern typical of the genus Saccharothrix ( Fig. 2) as well as sequence similarity values of .97.5 % to the vast majority of other species in this genus (Supplementary Table S1 ) and has a chemotaxonomic profile typical of Saccharothrix.
The original description of S. tangerinus (Kinoshita et al., 1999) documented the fragmentation of the aerial mycelium into ovoid to cylindrical elements, typical of many genera within the suborder Pseudonocardineae, but also described the production of pseudosporangia on the aerial mycelia of this strain, unlike any of the other genera in the suborder. Moreover, the chemotaxonomic profile for this strain, as shown in Table 1 , is different from those of the other genera in the Actinosynnemataceae as well as the closely related genera Crossiella and Goodfellowia. Moreover, the fatty acid profile of this strain is different from those of the other species of Saccharothrix (Table 2) .
Strain MK27-91F2
T therefore appears distinct from members of the genus Saccharothrix sensu stricto as well as all of the other genera within the Pseudonocardineae, and a new genus, to be named Umezawaea gen. nov., is proposed to accommodate Saccharothrix tangerinus as the new combination Umezawaea tangerina gen. nov., comb. nov. (Ludwig et al., 2004 ) from almost-complete 16S rRNA gene sequences using Kimura's evolutionary distance methods (Kimura, 1980) and the neighbourjoining method of Saitou & Nei (1987) , illustrating the taxonomic position of Umezawaea tangerina gen. nov., comb. nov. values less than 50 % are not shown. Asterisks indicate that the corresponding branches that were also recovered in the maximum-likelihood (Felsenstein, 1993; Olsen et al., 1994) and maximum-parsimony (Felsenstein, 1993) trees. Bar, 0.01 nucleotide substitutions per site. The description matches that published previously for Saccharothrix tangerinus by Kinoshita et al. (1999) . The type strain is MK27-91F2 T (5NRRL B-24463 T 5DSM 44720 T 5FERM P-16053 T 5JCM 10302 T 5NBRC 16184 T ).
